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-continued
aaaaggactt gtgtccagat taaagaattc ttacacatca ataagacaac 800
ccaattaaaa atcggcaaaa gatttgaaga gatatttaac caaagaaaac 850
atataaatgt gtccgggcgc gatggtaatc ccagcacttt gagaggccga 900
ggcaggcgga tcacttgagg tcaggagttt aggaccagtc tggccaacat 950
ggtgaaaccc tgtctctaat aaaaatacaa aaattagctg ggtgtggtgg 1000
<210> SEQ ID NO 109
<211> LENGTH: 411
<212> TYPE: DNA
<213> ORGANISM: Homo sapien
<220> FEATURE:
<222> LOCATION: Clone C221
<223> OTHER INFORMATION: from a pGem3Zf(+)plasmid library
<400> SEQUENCE: 109
gatcacttgc catccctgcc acacagtttc ctcctctgga aactgggggt 50
gatgacccct gccctaccca cttgtcatgg cattggggac atgaacacac 100
tttgcacctg tcaggcaagg cttaaacagg gatatgcact ggtaatagaa 150
aagagggact aagttttgtt ttgttttgtt ttgttttgtt ttgttttgtt 200
ttgttttgtt ttgttttgtt ttgtttttct gaagaagtcc ctagaagcgc 250
tcagtgttgg aatgctctct tgtagcagtg gcggctgctg ctggttccgg 300
gtcagatgcc ggaattgggg gtgcgcttgg gtgcagctge atttcatctg 350
gtcctgggece tcggtcctgg cttggagagg tgcagctcac agccacttca 400
tggctgggat c 411
<210> SEQ ID NO 110
<211> LENGTH: 335
<212> TYPE: DNA
<213> ORGANISM: Homo sapien
<220> FEATURE:
<222> LOCATION: Clone G475
<223> OTHER INFORMATION: from a pGem3Zf(+)plasmid library
<400> SEQUENCE: 110
gatcacgcca ttgcactcca gcctgggcga ctgagcaaga ctcagtctca 50
aagaaaagaa aagaaaagaa aagaaaagaa aagaaaagaa aagaaaagaa 100
aagaaaagaa aattgtaagg agttttctca attaataacc caaataagag 150
aattctttcc atgtatcaat catgatacta agcactttac acacatgtat 200
gttatgtaat cattatatca tgcatgcaag gtaatgagta ttattttcct 250
cattttataa aagaggaaac tgatgtttga ggctactttg cttaagaccg 300
cagaactagc aaaggaaaag agaagtgaat gtatc 335
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What is claimed is:
1. A method of simultaneously determining the alleles
present in a set of short tandem repeat loci from one or more

DNA samples, comprising:

(a) obtaining at least one DNA sample to be analyzed, 69

(b) selecting a set of loci of the DNA sample, comprising
D3S1358, D5S818, D7S820, D8S1179, D13S317,
D16S539, D18S51, D21S11, HUMCSF1PO,

HUMFIBRA, HUMTHO1,

HUMvVWEFA31,

(¢) co-amplifying the loci in the set in a multiplex
amplification reaction, wherein the product of the reac-

tion is a mixture of amplified alleles from each of the
co-amplified loci in the set; and

(d) evaluating the amplified alleles in the mixture to
determine the alleles present at each of the loci ana-
lyzed in the set within the DNA sample.

2. The method of claim 1, wherein at least four of the short

HUMTPOX. and tandem repeat loci are selected from the group consisting of:

s D5S818, D7S820, D13S317, D16S539, D18S51, D21S11,

D3S1358, D8S1179, HUMFIBRA, HUMCSF1PO,
HUMTPOX, HUMTHO1, and HUMvWFA31.



